Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.002 Å; R factor = 0.043; wR factor = 0.142; data-to-parameter ratio = 17.7.
In the title compound, C 13 H 14 N 2 , the dihedral angle between the aromatic rings is 48.1 (1) and the bridging C-N-C bond angle is 127.24 (12) . In the crystal, intermolecular N-HÁ Á ÁN hydrogen bonding about a center of inversion generates a hydrogen-bonded dimer.
Related literature
For the structure of N-(2-pyridyl)-4-toluidine, see: Fairuz et al. (2008) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2008 ); cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
N-(4-Methyl-2-pyridyl)-p-toluidine
Z. A. Fairuz, Z. Aiyub, Z. Abdullah and S. W. Ng Experimental 2-Chloro-4-methylpyridine (1 ml, 0.01 mol) and p-toluidine (1.2 g, 0.01 mol) were heated for 4 h. The product was dissolved in water and the solution extracted with ether. The ether extract was dried over sodium sulfate. Evaporation of the solvent gave large blocks of dark brown crystals. The crystals, when the outer parts were removed, were colorless.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.93-0.96 Å) and were included in the refinement in the riding model approximation, with U(H) set to 1.2-1.5U(C). The amino H-atom was located in a difference Fourier map, and was refined with a distance restraint of N-H 0.86±0.01 Å; its temperature factor was refined. Figures   Fig. 1 . Thermal ellipsoid plot (Barbour, 2001 ) of the hydrogen-bonded C 13 H 14 N 2 at the 50% probability level; hydrogen atoms are drawn as spheres of arbitrary radius. Dashed lines denote hydrogen bonds.
N-(4-Methyl-2-pyridyl)-p-toluidine
Crystal data Symmetry codes: (i) −x+1, −y+1, −z+1.
